}Jl;l iprotKB Entry name |organism full oglcnacscore |oglcnac sites phosphorylation |,y sequence intracellular |extracellular cytosol [nucleus mitochndrion | . | golg
name sites reticulum  |appa
Q80YR4 ZN598 MOUSE |Mus E3 55.43068 S560;T563;T564;S569;S621;T628(S295;T304;S433 (22517741;22645316;40885482;368 [MAAAAGAEGRRAALEAVAAPERGGG |True False 4.313 |2.854 1.104 1.177 False
musculus [ubiquitin- 52467;35822049;25153642;400219 [SCVLCCGDLEATALGRCDHPVCYRC
protein 52;28528544;30059200;40997131 |[STKMRVLCEQRYCAVCREELRQVVF
ligase GKKLPAFALIPTHQLQHEKKYDIYFA
ZNF598 DGKVFALYRQLLQHECPRCPHLPPF

SLFGDLEQHMRKQHELFCCKLCLK
HLKIFTYERKWYSRKDLARHRMQG
DPDDTSHRGHPLCKFCDERYLDND
ELLKHLRRDHYFCHFCDSDGAQDYY
SDYAYLREHFREKHFLCEEGRCSTE
QFTHAFRTEIDLKAHKTACHSRSRA
EARQNRQIDLQFSFAPRHSRRSEGV
'VSGEDYEEVDRYNRQGRAGRASGR
GAQQNRRGSWRYKREEEDREVAAAI
RASVAAQQQEETQRVEDREEGSRPK
KEEAAARVPEEPRGHRRLPRAQGEG
SGSKEASANGPVSQEAFPATGPGPV
'VALSNTLPPPSPELKEEDFPSLCAST
SSCCTAVTPGSVGLALAYPGPPRGK
NTFQEEDFPALVSSAPKPSSAPSSLI
SAWNSGCSKKGNLPTPGSQAVVGG
SQPPRKAGKGSRGGRKGGPAPVDEE
DSGGLTVQGLRSVPTTVAVSSLLAPA
TNQSSAKVGKKKKVGSEKPGATSSP
LLPPDHTPKPSGAEQVLEAPLSKAEV
PVTIVVNGHSEGSALVRSAPKEPPGL
PRPLGPLPCPIPQEDFPALGGPCPPR
MPPPPGFSTVVLLKGTPPPPPPPPGL
VPPISKPPPGFSSLLPSSHSACAPSPT
TTTTTTTTTKTPGLAPTPQAYLVPEN
FRERNLQLIQSIKDFLQSDEACFSKF
KSHSGEFRQGMISAAQYYKSCRDLL
GESFQKIFSELLALLPDTAKQQELLS
AHTDFCSREKPPNSRSKRNKKNVW
QTSTQQLGLDCCVCPTCQQVLAHGD

VSSHQALHAARDDDFPSLQAIARIIT




